The size of non-integrated circular Epstein-Barr virus (EBV) DNA molecules isolated from seven different human lymphoblastoid cell lines of infectious mononucleosis origin has been determined by sedimentation analysis and by direct contour length measurements on electron micrographs. sources of this virus since it releases relatively large amounts of EBV particles (7).
Epstein-Barr virus (EBV) is the causative agent of classical, heterophil-positive infectious mononucleosis (IM) (3) . Many different lymphoid cell lines of B cell type have been established directly from peripheral blood of IM patients or by incubation of throat washings from patients with EBV-negative human umbilical cord blood leukocytes. Such cell lines invariably contain multiple genome copies of EBV DNA (9) . Cell lines with similar properties have also been established from analogous material obtained from healthy individuals (8) . Additional EBV-carrying B cell lines have been derived from Burkitt's lymphoma biopsies.
Most of the EBV DNA present in human lymphoid cell lines occurs as circular, non-integrated molecules similar in length (less than 2% difference) to the linear genome present in EBV particles, as estimated by contour length and sedimentation velocity determinations on material from several cell lines derived from healthy individuals or Burkitt's lymphomas (5). In contrast, an IM-derived line, 883L, and related cord blood lines immortalized with the B95-8 strain of EBV had intracellular EBV DNA circles that were uniformly 10 to 15% smaller than usual (1). B95-8, an EBV-producing marmoset cell line originally transformed with EBV from 883L cells, is presently one of the major laboratory sources of this virus since it releases relatively large amounts of EBV particles (7) .
In the present work, the sizes of the intracellular circular EBV DNA molecules present in several additional IM-derived cell lines established in different laboratories were determined by the same techniques as used previously (1, 5 Pagano et al. (9) investigated the total cellular EBV DNA sequences of the TW16, TW20, and PB16 lines by DNA reassociation kinetics and concluded that these lines might contain extensively deleted, defective EBV genomes or, alternatively, EBV DNA with up to 35% heterologous DNA sequences compared to more frequently studied isolates. Here, covalently closed circular EBV DNA molecules that were uniformly of typical viral genome length were detected in these three lines. If these viral DNA molecules were highly defective and contained up to 35% cellular DNA sequences replacing viral sequences, they might be expected to exhibit a lower density than EBV DNA from other sources; the linear EBV DNAs present in B95-8-derived or P3HR-1-derived virions (10) as well as circular EBV DNA from several different sources (1, 5) have densities of 1.716 to 1.719 g/ cm3, whereas human cellular DNA has an average density of 1.700 g/cm3. However, no indication of an unusually low density of the EBV DNA in the TW16, TW20, or PB16 lines could be detected (Fig. 1) . A main peak of intracellular EBV DNA sequences, which on subsequent analysis was shown to be due largely or exclusively to circular EBV DNA molecules, was present at a density of 1.718 to 1.719 g/cm3 in material from all three lines. The present data are fully compatible with models of major sequence differences between different EBV isolates (9) or defectiveness of EBV DNA of IM origin due to loss of certain viral DNA sequences and reiteration of other sequences to preserve the original length of the molecules, but our results 
